were in one to many relationships (one S. cerevisiae gene in an paralogous cluster with many 219 S. jurei genes; Table S4 ). Interestingly, we found an increase in the copy number of maltose 220 metabolism and transport genes (IMA1, IMA5, MAL31, and YPR196W-2 copies of each 221 gene), flocculation related gene (FLO1-2 copies) and hexose transporter (HXT8-3 copies).
222
Increased dosage of these genes in To detect genetic divergence between the two strains we mapped SNPs between the strains all the genes (CSS3, IMA5, MAL33, YAL003W) with the exception of YDR541C, showed a 342 high sequence similarity to S. paradoxus genome, indicating putative introgression from S. 343 paradoxus to S. jurei (Table S8) . 
Figure Legends

